. Phylogeny estimation and bioinformatic analysis of 18 bacteriallike CDSs mined from the Trichoplax adhaerens genome assembly. These proteins of the Rickettsiales endosymbiont of T. adhaerens (RETA) Accessory Dataset are present in some (or all) Rickettsiales genomes yet divergent in sequence and phylogenetic signal. CDSs have an avg. %GC that is higher than that of rickettsial genomes, and higher (39% vs. 30%) than the CDSs of the RETA Core Dataset (Supplementary Figure S2) . Information pertaining to each RETA CDS is provided in Supplementary Table S2 . See text for complete dataset construction, alignment and tree-building methods. Trees shown here are from estimations under maximum likelihood using RAxML v.7.2.8 (Stamatakis, Hoover et al. 2008). A gamma model of rate heterogeneity was used with estimation of the proportion of invariable sites. Branch support was assessed with 1000 bootstrap pseudoreplications. Trees were also estimated under parsimony using PAUP* v4.0b10 (Altivec) (Wilgenbusch and Swofford 2003)
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